The draft genome sequence of the oleaginous yeast Yarrowia lipolytica stain PO1f, a commonly used metabolic engineering host, is presented here. The approximately 20.3-Mb genome sequence of PO1f will greatly facilitate research efforts in metabolic engineering of Yarrowia lipolytica for value-added chemical production.
The final de novo assembled genome was analyzed to assign open reading frames (ORFs) with Augustus (25) trained with Y. lipolytica CLIB122 data. A total of 6,420 putative ORFs were identified and 4,096 were annotated with Blast2Go (26) . The genome sequences of PO1f and strain CLIB122 are very similar in nature. By mapping the Illumina reads to the CLIB122 genome using BWA (27) and analyzing using Samtools (27) and BEDTools (28), a total of 24,675 single nucleotide variations were called in PO1f genome sequences (QUAL Ն30; DP Ն10). Long terminal repeat (LTR)-retrotransposon elements are confirmed to be absent in strain PO1f, matching prior information about this strain (20) . There is one large deletion in chromosome A with four ORFs missing. Two of them are weakly similar to the SMC5/6 complex (YALI0A01562p and YALI0A01602p), which are related to double-strand break repairing and homologous recombination (29) . These absences may give rise to differences in homologous recombination efficiencies in this strain.
Nucleotide sequence accession numbers. This whole-genome shotgun analysis has been deposited at DDBJ/EMBL/GenBank under the accession no. JAFI00000000. The versions described in this paper are versions JAFI01000000 and JAFI02000000.
